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All isolates obtained from all culture time points produced lesions on A. thaliana to various 114 extents ( Figure 1A ). As B. cinerea was successively cultured disease scores decreased over between T8 and T8P generation as described previously (24). Infected leaves with T0 and
123
T8P cultures did not show significant differences in fungal DNA content ( Figure 1C ).
124
However both showed significantly higher levels of fungal DNA (T-Test P< 0.05) when 125 compared to those infected using T8 cultures ( Figure 1C ). Furthermore, a partial recovery of the epigenetic profile was observed on samples cultured 137 for 8 months after one fungal generation on the host plant (T8P) ( Figure 2C ). Calculated Figure 3A) .
216
The same methylation density analysis was then carried out for five loci corresponding to showed the same methylation pattern as described above for the 82 randomly selected genes 226 with an increase in methylation upstream of the TSS ( Figure 5A ). More interestingly, these 227 genes showed higher levels of methylation after 8 months in culture than at T1 and aT8P.
228
This observed increase in global methylation on T8 samples seems to be due to an increase DMRs showing levels of methylation significantly higher than the average ( Figure 6B ).
246
When studied individually, changes in methylation within DMRs between samples presented 247 two main pattern types ( 
CAZyme genes showed a second increase in methylation density after the TSS indicating that 357 at least some B. cinerea genes present gene body methylation.
359
Comparative analysis between culture time points showed that while house-keeping genes 360 did not show changes in DNA methylation density between culture time points, both the 361 randomly selected and the CAZyme genes showed an increase in promoter methylation with 362 time in culture similar to that observed at a whole genome scale (i.e. T1<T8). However,
363
CAZyme genes showed a recovery (not observed on the randomly selected genes) of the 364 original methylation levels after a single passage on A. thaliana (i.e. T1=T8P<T8).
365
Conversely, global methylation levels on the CAZyme gene bodies showed a positive 366 correlation with virulence levels (T1=T8P>T8). This observed increase in promoter 367 methylation on T8 samples seems to be due to an increase on the CHG and CG contexts, 
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The copyright holder for this preprint (which was . http://dx.doi.org/10.1101/059477 doi: bioRxiv preprint first posted online Jun. 17, 2016; significant DMRs in one time point compared to the other two for all mCs. Globally, DMRs 381 show a decrease in methylation between T1 to T8 in all contexts (CG, CHG and CHH) 382 followed by a recovery of DNA methylation levels after culture on A. thaliana (T8P). This 383 seem to contradict the observed changes in global DNA methylation levels which showed an 384 increasing trend (T1<T8<T8P). However, T8 showed a larger number of outlier DMRs
385
showing levels of methylation significantly higher than the average suggesting that not all 386 predicted DMRs followed the same pattern of demethylation followed by remethylation. 
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collected at each subculture time (T0-T8), pipetted onto the adaxial surface of the leaf. Table 7 for oligonucleotide sequences) and 1U of T4 DNA ligase (Sigma) in 533 11 μl total volume of 1X T4 DNA ligase buffer (Sigma), 1μl of 0.5M NaCl, supplemented 534 with 0.5 μl at 1mg/ml of BSA. Enzymes were then inactivated by heating to 75°C for 15 min.
535
Following restriction and adaptor ligation there followed two successive rounds of PCR Table 7 ). Cycling conditions for selective PCR were as follows: 94°C for 2 min, 13 cycles of genome scaffold (B05.10) and identifying non-bisulfite converted bases. Differentially 620 methylated regions were called using a sliding window approach described in swDMR
621
(https://code.google.com/p/swdmr/) using and Kruskal-Wallis (3 sample) statistical tests.
622
. were grouped according to their changing patterns into recovery (T1=T8P) and non-recovery 914 (T1< > T8P). Two subgroups where found for recovery (T1=T8P < T8 (Type 0) and T1=T8P 915 > T8 (Type 2)) and non-recovery (T1>T8=T8P (Type 1a) and T1=T8<T8P (Type 1b)).
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916
Percentage of the total DMRs for each pattern type/sequence context is shown in parenthesis. 
